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tion between six different IL-18 gene polymorphisms and
brucellosis.
Methods: A total of 188 patients with brucellosis and 77
healthy farmer who consumed contaminated row milk and
dairy products from animals with brucellosis, were included
in this study. All individuals were genotyped for six IL-18
polymorphisms at positions −656, −607, −137, +113, +127
and codon 35/3 using polymerase chain reaction-restriction
fragment length polymorphism (PCR-RFLP).
Results: The distribution of alleles for IL-18 polymor-
phisms at position -137G/+113T/+127C (correlated with
high production of IL-18), codon 35/3C and −656G/−607C
(correlated with higher production of IL-18) were signif-
icantly higher in the healthy controls than the patients
(p = 0.000022, p = 0.00185 and p = 0.0441, respectively).
Discussion: As data revealed genotypes that have corre-
lation with higher production of IL-18 are more frequent in
the controls than the patients. Then it might be deduced
that individuals who inherited these genotypes/alleles are
able to produce higher level of IL-18 at the onset of infection
and it leads to more IFN- production and control Brucella
infection before appearing brucellosis.
doi:10.1016/j.ijid.2008.05.593
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Background: Interleukin-8 (IL-8), a member of CXC
chemokine family, is a chemoattractant of neutrophils and
lymphocytes. IL-8 promoter is estimated to be 1500 bp. Sev-
eral reports have shown relationship between IL-8 gene
polymorphism and several human diseases such as bronchial
asthma, Parkinson’s disease and Helicobacter pylori infec-
tion. The aim of this study was to evaluate the relationship
between IL-8 (−251A/T) polymorphism and brucellosis.
Methods: 188 patients with brucellosis and 77 healthy
farmer who consumed contaminated row milk and dairy
products from animals with brucellosis, were included in
this study. All individuals were genotyped for IL-8 (−251A/T)
promoter polymorphism using polymerase chain reaction-
restriction fragment length polymorphism (PCR-RFLP).
Results: The frequency of AA genotype was signiﬁcantly
higher in patients group than healthy individuals (14.3% vs
2.5%, respectively; P = 0.005).
Discussion: As data revealed the frequency of AA geno-
type was lower in healthy controls than patients. The IL-8
(−251A/T) allele has recently been reported to be a risk
factor for bronchial asthma and the disease has also been
associated with increased IL-8 secretion in airway epithe-
lia. Hence, our study provides evidence that presence of
AA genotype is signiﬁcantly associated with susceptibility to
brucellosis.
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Background: Colony morphology, optochin sensitivity,
bile solubility and agglutination with antipneumococcal
antisera are classically used for identiﬁcation of S. pneumo-
niae. However, atypical pneumococcus may show aberrant
reactions to bile or optochin and/or do not react with
antipneumococcal antisera resulting in misidentiﬁcation of
pneumococci that jeopardize the diagnosis and management
of pnemococcal diseases.
Methods: Optochin-resistant, bile-soluble atypical S.
pneumoniae isolates from nasopharyngeal swab cultures of
healthy young infants were studied by phenotypic and geno-
typic characteristics.
Results: In total 111 optochin-resistant alpha-haemolytic
streptococci were isolated from nasopharyngeal swab cul-
tures of healthy young infants. They were further tested
for tube bile (10% wt/vol, sodium deoxycholate) solubil-
ity and lytA (autolysin) gene PCR for identiﬁcation of S.
pneumoniae, 37 (33.3%) were bile-soluble and lytA posi-
tive suggesting presumptive S. pneumoniae. All of them
had signiﬁcant coresistance to other antimicrobial agents
(64.86% were resistant to penicillin, 78.37% to cotrimoxa-
zole, 78.37% to ciproﬂoxacin, 45.95% to tetracycline, 27.03%
to azithromycin/erythromycin) and multi-drug-resistance
(resistant to ≥3 drugs, 64.86%). Of 16 randomly selected
strains tested by Binax NOW kit, 13 were positive. A min-
imum evolution tree showing the relationship based on
multilocus sequence analysis (MLSA) of the concatenated
sequences of six housekeeping genes, aroe, gdh, gki, recP,
spi and xpt of 16 isolates revealed two distinct clusters:
two strains in pneumococcal cluster and 14 in the adja-
cent cluster of Streptococcus mitis. A single point mutation
in alpha helix 2 of atpC gene encoding c-subunit of F0/F1
ATPase was detected in codons 45, 47 and 49 in optochin-
resistant determining region of three optochin-resistant,
bile-soluble (10% and 1%), lytA-positive genotypically S.
mitis-like trains, respectively that were typically observed
in optochin-resistant typical S. pneumoniae.
Conclusion: Colonization of nasopharynx of healthy young
infants by multidrug-resistant atypical S. pneumoniae might
have signiﬁcant potential for causing invasive pneumococcal
diseases, as they might not be optimally immunocompetent.
doi:10.1016/j.ijid.2008.05.595
